Control

Cnot3LKO
E16.5 d3 Figure S2 . Differences in histology and gene expression appear in d3 Cnot3 -/-livers. (A) HE staining of livers from control and Cnot3LKO mice at E16.5 (upper panels) and d3 (lower panels). Scale bars, 50 μm. (B) Scatter plots of mRNA expression depicted from the results of microarray using total RNAs from control or Cnot3 -/-livers at E16.5 (left) and d3 (right) (n=2). Figure S5 . Enhanced biliary reaction in Cnot3 -/-livers Immunofluorescence of frozen liver sections from 4-week-old control and Cnot3LKO mice using mouse anti-Alb antibody and rabbit anti-CK19 antibody.
Nuclei are stained with DAPI (bottom panels). Top panels show merged images. Normal rabbit and mouse IgGs are used as negative controls.
Magnified views of representative areas (inset). Scale bars, 100 μm. Control hepatocytes
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Control 12h Development: doi:10.1242/dev.168146: Supplementary information Table S1 . GO analysis of differently expressing mRNAs in 1w Cnot3 -/-livers.
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Enriched GO terms of mRNAs upregulated (1) or downregulated (2) more than 2-fold in 1w Cnot3 -/-livers compared to controls in microarray analysis were analyzed using DAVID. P-values, false discovery rates (FDRs) and gene lists included in GO terms are summarized. Please see also Supplementary figure 7A, C, D. Table S2 . GO analysis of differently expressing mRNAs in 4w Cnot3 -/-livers.
Enriched GO terms of mRNAs upregulated (1) or downregulated (2) more than 2-fold in 4w Cnot3 -/-livers in microarray analysis compared to controls were analyzed using DAVID. P-values, FDRs and gene lists included in GO terms are summarized. Please see also Figure 4A , C, D. Table S3 . GO analysis of mRNAs which show both maturation-dependent downregulation in control livers and upregulation in 4w Cnot3 -/-livers.
Enriched GO terms of mRNAs which show both more than 3-fold decrease from 1 to 4w in control livers and more than 2-fold upregulation in 4w Cnot3 -/-livers were analyzed using DAVID. P-values, FDRs and gene lists included in GO terms are summarized.
Please see also Supplementary figure 9.
Click here to Download Table S1 Click here to Download Table S2 Click here to Download Enriched GO terms of mRNAs showing both upregulation and stabilization more than 1.5-fold (1), those showing both mRNA and pre-mRNA upregulation more than 1.5-fold (2), and those showing both mRNA and pre-mRNA downregulation more than 1.5-fold (3) in Cnot3 -/-livers were analyzed using DAVID. P-values, FDRs and gene lists included in GO terms are summarized. Please see also Figure 7B , C and Supplementary figure 12. Table S7 . Sequence lists of primers used in qPCR and polyA tail analyses, and siRNAs.
Click here to Download Table S6 Click here to Download Table S7 Development : doi:10.1242/dev.168146: Supplementary information 
